Summary &mdash; Allozyme variation at 6 loci was studied in 28 populations of the 6 oak species native to Korea: Quercus acutissima Carruth, Q aliena BI, Q dentata Thunb, Q mongolica Fisch, Q serrata Thunb, and Q variabilis BI. The proportion of polymorphic loci per population (P) averaged over the 6 species was 74.6%. The average number of alleles/locus (A/L) was 2.26. The average observed and expected heterozygosities (H o , He) were 0.302 and 0.298, respectively. Only a small amount (7%) of the observed genetic variation appeared to be interpopulational. Among the 6 species, Q serrata and Q dentata were genetically less variable than the others. Three loci could be used as markers for distinguishing Q acutissima and Q variabilis from the other 4 species. Based on genetic identity, the 6 oaks were also clustered into 2 groups. This approach yields results similar to the current taxonomic treatment by morphological characteristics. 
INTRODUCTION
Quercus acutissima Carruth, Q aliena BI, Q dentata Thunb, Q mongolica Fisch, Q serrata Thunb, and Q variabilis BI are the 6 native deciduous oaks which are distributed throughout Korea (Lee CB, 1987; Yim, 1991) . They grow abundantly as dominant trees both in pure stands and mixed with other species. This abundance is attributed mainly to vigorous sprouting ability and viability on poor sites. In addition to the important role in forest ecosystems, they are economically valuable especially for fuel and structural wood (Lee CB, 1987; Yim, 1991 Lee, 1990; Park, 1991 (1982) with slight modification.
The inheritance pattern of observed enzymes has already been reported by Kim and Hyun (1990) . The genotypes were scored in the following manner: the fastest migrating locus was assigned A and the next locus B and so on; the fastest allozyme at a given locus was designated '1' and the slower forms were '2', '3' etc.
Allele frequencies, percent of polymorphic loci, the mean observed and expected heterozygosities, genetic identities (Nei, 1978) , and the phenogram drawn by the UPGMA clustering technique (Sneath and Sokal, 1973) were calculated and produced using the BIOSYS-1 program of Swofford and Selander (1989) .
The amount of interpopulational genetic variation within Quercus species and populations was determined by analyzing genetic diversity measures (H T , H S , D ST and G ST ) (Nei, 1973 (Nei, , 1975 Manos and Fairbrothers, 1987) . These values are also somewhat larger than those obtained over long-lived perennial woody plants (P = 64.7%, A/L = 2.19, He = 0.177; Hamrick and Godt, 1989 This species is distributed throughout the Korean peninsula and also in China and Japan (Krüssmann, 1986; Lee CB, 1987; Yim, 1991) .
The dendrogram produced by the UPGMA clustering technique based on Nei's identity (1978) is depicted in figure 1.
The 6 oaks were clustered into at least 2 groups: group I is composed of Q acutissima and Q variabilis and the other species constitute group II. These results are similar to those provided by morphological characteristics (Ma, 1974; Kim and Kim, 1987) . According to Krüssmann (1986) , Q acutissima and Q variabilis are classified into the section Cerris of the subgenus Lepidobalanus, Q aliena, Q mongolica and Q serrata into the section Alba of the subgenus Lepidobalanus. Q dentata is classified into the section Dentatae of the subgenus Lepidobalanus.
